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<170> FastSEQ for Windows Version 3.0 



<210> 1 
<211> 2017 
<212> DNA 

<213> HOMO SAPIENS 
<220> 

<221> UNSURE 
<222> (1930) (1990) (2005) 
<22 3> cDNA Sequence 

<400> 1 

taaagctacg ccctggccgc agtctccgcg tcacaggaac ttcagcaccc a^agggcgga 60 

cagcgctccc ctctacctgg agacttgact cccgcgcgcc ccaaccctgc ttatcccttg 120 

accgtcgagt gtcagagatc ctgcagccgc ccagtcccgg cccctctccc gcqccacacc 180 

caccctcctg gctcttcctg tttttactcc tccttttcat tcataacaaa agckacagct 240 

ccaggagccc agcgccgggc tgtgacccaa gccgagcgtg gaagaatggg gttcctcggg 3 00 

accggcactt ggattctggt gttagtgctc ccgattcaag ctttccccaa acctggagga 360 

agccaagaca aatctctaca taatagagaa ttaagtgcag aaagaccttt gaatgaacag 420 

attgctgaag cagaagaaga caagattaaa aaaacatatc ctccagaaaa caagcciaggt 4 80 

cagagcaact attcttttgt tgataacttg aacctgctaa gggcaataac agaaaagaaa 540 

aaaattgaga aagaaagaca atctataaga agctccccac ttgataataa gttgaatgtg 600 

gaagatgttg attcaaccaa gaatcgaaaa ctgatcgatg attatgactc tactaagagt 660 

ggattggatc ataaatttca agatgatcca gatggtcttc atcaactaga cgggactcAt 720 

ttaaccgctg aagacattgt ccataaaatc gctgccagga tttatgaaga aaatgacagk 780 
gccgtgtttg acaagattgt ttctaaacta cttaatctcg gccttatcac agaaagccaaX 840 
gcacatacac tggaagatga agtagcagag gttttacaaa aattaatctc aaaggaagccX 900 
aacaattatg aggaggatcc caataagccc acaagctgga ctgagaatca ggctggaaaa \ 960 
ataccagaga aagtgactcc aatggcagca attcaagatg gtcttgctaa gggagaaaac \ 1020 
gatgaaacag tatctaacac attaaccttg acaaatggct tggaaaggag aactaaaacc \ 1080 
tacagtgaag acaactttag ggacttccaa tatttcccaa atttctatgc gctactgaaa \ll40 

agtattgatt cagaaaaaga agcaaaagag aaagaaacac tgattactat catgaaaaca U200 

ctgattgact ttgtgaagat gatggtgaaa tatggaacaa tatctccaga agaaggtgtt 3^60 

tcctaccttg aaaacttgga tgaaatgatt gctcttcaga ccaaaaacaa gctagaaaaa 1^20 

aatgctactg acaatataag caagcttttc ccagcaccat cagagaagag tcatgaagaa 13^0 

acagacagta ccaaggaaga agcagctaag atggaaaagg aatatggaag cttgaaggat 14^ 

tccacaaaag atgataactc caacccagga ggaaagacag atgaacccaa aggaaaaaca 15C 



gaagcctatt tggaagccat cagaaaaaat attgaatggt tgaagaaaca tgacaaaaag 1560 

ggaaataaag aagattatga ccttrcaaag atgagagact tcatcaataa acaagctgat 1620 

gcttatgtgg agaaaggcat ccttgacaag gaagaagccg aggccatcaa gcgcatttat 1680 

agcagcctgt aaaaatggca aaagatccag gagtctttca actgtttcag aaaacataat 1740 

atagcttaaa acacttctaa ttctgtgatt aaaatttttt gacccaaggg ttattagaaa 1800 

gtgctgaatt tacagtagtt aaccttttiac aagtggttaa aacatagctt tcttcccgta 1860 

aaaactatct gaaagtaaag ttgtatgtWa gctgagattt tgtatacagg aatccttatt 1920 

tcctcatagn cttattattt tataatcagg aatatgttgc tttggaaaaa gcctcttaat 1980 

gggctgaccn taaaaactca atccntcttq: cactgtc 2017 



<210> 2 . 

<211> 468 

<212> PRT 

<213> HOMO SAPIENS 



<400> 
Met Gly Phe 
1 

He Gin Ala 

Asn Arg Glu 
35 

Ala Glu Glu 
50 

Gly Gin Ser 
65 

He Thr Glu 

Ser Pro Leu 

Asn Arg Lys 
115 

His Lys Phe 
130 

Pro Leu Thr 
145 

Glu Glu Asn 

Asn Leu Gly 

Val Ala Glu 
195 

Glu Glu Asp 

210 
Lys He Pro 
225 

Ala Lys Gly 

Asn Gly Leu 

Asp Phe Gin 
275 

Ser Glu Lys 

290 
Thr Leu lie 
305 

Pro Glu Glu 



Leu Gly 
5 

Phe Pro 
20 

Leu Ser 

Asp Lys 

Asn Tyr 

Lys Glu 
85 

Asp Asn 
100 

Leu lie 

Gin Asp 

Ala Glu 

Asp Arg 
165 
Leu He 
180 

Val Leu 

Pro Asn 

Glu Lys 

Glu Asn 
245 
Glu Arg 
260 

Tyr Phe 
Glu Ala 
Asp Phe 
Gly Val 



Thr 

Lys 

Ala 

He 

Ser 

70 

Lys 

Lys 

Asp 

Asp 

Asp 
150 
Ala 

Thr 

Gin 

Lys 

Val 
230 
Asp 

Arg 

Pro 

Lys 

Val 
310 
Ser 



Gly Thr 

Pro Gly 

Glu Arg 

40 
Lys Lys 
55 

Phe Val 

He Glu 

Leu Asn 

Asp Tyr 
120 
Pro Asp 
135 

He Val 

Val Phe 

Glu Ser 

Lys Leu 
200 
Pro Thr 
215 

Thr Pro 

Glu Thr 

Thr Lys 

Asn Phe 
280 
Glu Lys 
295 

Lys Met 



Trp 

Gly 

25 

Pro 

Thr 

Asp 

Lys 

Val 
105 
Asp 

Gly 

His 

Asp 

Gin 
185 
He 

Ser 

Met 

Val 

Thr 
265 
Tyr 



Glu 
Met 
Tyr Leu Glu 



;ie Leu 
sir Gin 
LeA Asn 
Tyr Pro 

Asn Lqu 

71 

Glu Arc 
90 

Glu Asp 

Ser Thr 

Leu His 

Lys He 
155 
Lys He 
170 

Ala His 

Ser Lys 

Trp Thr 

Ala Ala 
235 
Ser Asn 
250 

Tyr Ser 

Ala Leu 

Thr Leu 

Val Lys 
315 
Asn Leu 



Val 

Asp 

Glu 

Pro 

60 

Asn 

Gin 

yval 



Leu 

Lys 

Gin 

45 

Glu 

Leu 

Ser 

Asp 

Ser 
125 
Leu 

Qa 



Val 

Thr 

Glu 

Glu 
220 
He 

Thr 

Glu 

Leu 

He 
300 
Tyr 

Asp 



Al 

205 

Asn 

Gin 

Leu 

Asp 

Lys 
285 
Thr 

Gly 

Glu 



Val 

Ser 

30 

He 

Asn 

Leu 

He 

Ser 
110 
Gly 

Asp 

Arg 

Lys 

Glu 
190 
LAsn 



Asn 
270 
Ser 

He 

Thr 

Met 



Leu Pro 
15 

Leu His 

Ala Glu 

Lys Pro 

Arg Ala 
80 

Arg Ser 
95 

Thr Lys 

Leu Asp 

Gly Thr 

He Tyr 
160 
Leu Leu 
175 

Asp Glu 

Asn Tyr 

Ala Gly 

Gly Leu 
240 
Leu Thr 
155 

Jhe Arg 

l\e Asp 

Med Lys 

He Tger 
0 

He A\a 



Leu Gin Thr Lys 
340 

Lys Leu Phe Pro 
355 

Thr Lys Glu Glu 
370 

Asp Ser Thr Lys 
385 

Pro Lys Gly Lys 

Glu Trp Leu Lys 
420 

Leu Ser Lys Met 
435 

Glu Lys Gly lie 
450 

Tyr Ser Ser Leu 
465 



325 

Asn Lys Leu Glu 

Ala Pro Ser Glu 
360 

Ala Ala Lys Met 
375 

Asp Asp Asn Ser 
390 

Thr Glu Ala Tyr 
405 

Lys His Asp Lys 

Arg Asp Phe lie 
440 

Leu Asp Lys Glu 
455 



i 330 

tys Asn Ala Thr 
145 

Lys Ser His Glu 

GlV Lys Glu Tyr 
\ 380 

Asn\Pro Gly Gly 

\ 395 

Leu ®lu Ala lie 
4^0 

Lys gW Asn Lys 
425 \ 

Asn Lya Gin Ala 

Glu AlaXGlu Ala 
\ 460 



335 

Asp Asn lie Ser 
350 

Glu Thr Asp Ser 
365 

Gly Ser Leu Lys 

Lys Thr Asp Glu 
400 

Arg Lys Asn lie 
415 

Glu Asp Tyr Asp 
430 

Asp Ala Tyr Val 
445 

lie Lys Arg lie 



NOTfeH^VrO COHPLY WITH^EQUIREMENTS FOR PATENT AP^CATIONS CONTAtMT»« 
MUOLBpStDE SEQUENCE mP/OR AMINO ACID SEQUENCE dIKlOSURES ^ 

The nuc^tlde and/or amino acid sequence diecloeure contained in this applicatlo 
not coa^y with the requirementa for ouch a disclosure as set forth in 37 CFR i aoi 
1.825dj)Dr the following rea8on(0): *^^x - 



1. This application clearly fails to comply with the requirements of 37 CFR i oo, 

- Applicant's attention is directed to these regulations, published at lli^ ^« 

May 15, 1990 and at 55 FR 18230, May 1, 1990. OG 29, 

2. This application does not contain, as a separate part of the disclosure 
paper copy, a "Sequence Listing- as required by 37 CFR l,821(c), *" 

□ 3. A copy of the -Sequence Listing" in computer readable form has not been 
submitted as required by 37 CFR 1.821(e). 



4. A copy of the -Sequence Listing- in computer readable form has been submitted. 
However, the content of the computer readable form does not comply with the reouirGment-R 
of 37 CFR 1.822 and/or 1.823, as indicated on the attached copy of the marked-un -Raw 
Sequence Listing.- ^ 

n • 

I — I 5. The computer readable form that has been filed with this application has been 
found to be damaged and/or unreadable as indicated on the attached CRF Diskette Problem 
Report • A substitute computer readable form must be submitted as required by 37 CFR 
1 .825 (d) • ' ^ 

CZI 6. The paper copy of the -Sequence Listing- is not the same as the computer 
readable form of the -Sequence Listing- as required by 37 CFR 1.821(e). 

other: — . ■ ■ - 

COPY OF PAPERS 

Applicant must provide: ORIGINALLY filed . i • - : 



Bi 1- 
An initial or substitute computer readable form (CRF) copy of the "Sequence 
Listing- ! 

An initial or substitute paper copy of the -Sequence LlBttng-v as Wdll' as' art^^^ ' ' 
amendment directing its entry into the specification , : . 

yLj A statement that the content of the paper and computer i:e^dabie"&o^iel"krk 'tKe' kSme' 

and, where applicable, include no new matter, as required bv 37 cpft i fi2i^il ~ 
1.821(f) or 1.821(g) or 1.825(b) or 1.825(d) ^ ^ , 

For questions regarding compliance with these requ icemen ts; pi^^^^^^^^ 

For Rules Interpretation, call (703) 308-1123 ' . ,.\..^r\..- .■ \-r,: \. 

For CRF submission help, call (703) 308-4212 - r- 

For Patentin software help, call (703) 557-0400 

Please return a copy of thia^ n^^^^ response. 



